Escherichia albertii is an emerging pathogen that is closely related to Escherichia coli and can carry some of the same virulence genes as E. coli. Here, we report the release of Illumina-corrected PacBio sequences for eight E. albertii genomes. Two of these strains carry Shiga toxin 2f.
and assembled de novo utilizing the PacBio Hierarchical Genome Assembly Process version 3 and polished using Quiver (9) (minread ϭ 1,000, genome size ϭ 5,000,000). For 06-3542, the assembly was generated using Canu 1.6 (minReadLength ϭ 1,000 -g5m), as it generated a circularized chromosome and plasmid (10) . All PacBio sequences were Illumina corrected with unicycler_polish that uses Pilon (11, 12) with default settings. Table 1 lists the sequence identification (ID) numbers, NCBI accession numbers, GC content, and chromosome and plasmid sizes for each E. albertii strain. A single chromosomal sequence (circular with overlapping ends) was obtained for all strains with a minimum of 64ϫ coverage.
Data availability. The whole-genome sequences reported here have been deposited in DDBJ/ENA/GenBank under the accession numbers listed in Table 1 . The versions described in this paper are the first versions. PacBio (SRX5170195 to SRX5170202) and Illumina (SRR8355575 to SRR8355582) sequencing reads for strains in this study have been deposited in the NCBI Sequence Read Archive (SRA) under the accession numbers listed above. 
